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MkFLSaRdFhPVAF . LGLMLVttTAFPtsqvrRGDFtEdt tPnRpVyTtSQ . VGgl 
McWFklWsL. . . . LIVGsLLVsgT RGkLpDapef eKDLLi qr 
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I r Y I Ldg I s aLRKE t CNKsnMCe S s kEALAEIsnSTLnLPkMaE kDGCFQs GFNEE t CL 
I thVLWe IvEMRKELCNgnSdCninndDAliAENNLKLPe I qrnDGCYQtGYNQEiCL 
LnWMLWvI dE c f RDLCyRt GI CkG i 1 EpaAi f hLKLPa I nD t DhCg 1 iGFNE t s CL 
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VKIitGLLEFEVYLEYIjqNrF . EsSeEqARaVQMsTKvLIQFLQkkaKNLdalttP 
LKI s sGLLE Yhs YLE YMkNnLkDnkJcDkARVLQrdTeTL I H I FnQE VKDLhKI vl P 
kKLadGFFEFEVlFkFLtteF . GkSvinvdVMELlTKTLgwdlQEELnkLtKthys 
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169 223 

dPttNASLLtKLQAQnQWLqdmTtHLILRSFkEFLqssLRaLRQM 

tPisNAlLtDKLESQKEWLRtkTiQFILKSLEEFLkvtLRstRQt 

p Pk f DrGLLGRIiQGl Ky WVRhf a s f YVLs aMEkFagqa VRvLd s Ipdv tpdvhdk. 
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1 . Sequence characteristics: 

1.1. Length: 

1.2. Type: 

1.3. Strandedness: 

1.4. Topology: 

2. Molecule type: 

3. Description: 

4. Hypothetical: 

5. Anti-sense: 

6. Original source: 

7. Organism: 



612 base pairs 
Nucleic Acid 
Double stranded 
Linear 

Genomic DNA 

Human herpesvirus 8 interieukin-6 gene 

No 

No 
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Human herpesvirus 8 
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1 ATG TGC TGG TTC AAG TTG TGG TCT CTC TTG CTG GTC GGT TCA CTG 
1MCWFKLWSLLLVGSL' 

1 Met Cys Trp Phe Lys Leu Trp Ser Leu Leu Leu Val Gly Ser Leu 

4 6 CTG GTA TCT GGA ACG CGG GGC AAG TTG CCG GAC GCC CCC GAG TTT 

16 LVSGTRGKLPDAPEF 

16 Leu Val Ser Gly Thr Arg Gly Lys Leu Pro Asp Ala Pro Glu Phe 

91 GAA AAG GAT CTT CTC ATT CAG AGA CTC AAT TGG ATG CTA TGG GTG 

31 E KDLL IQRLNWMLWV 

31 Glu Lys Asp Leu Leu lie Gin Arg Leu Asn Trp Met Leu Trp Val 

13 6 ATC GAT GAA TGC TTC CGC GAC CTC TGT TAC CGT ACC GGC ATC TGC 

46 I DECFRDLCYRTGI C 

4 6 lie Asp Glu Cys Phe Arg Asp Leu Cys Tyr Arg Thr Gly lie Cys 

181 AAG GGT ATT CTA GAG CCC GCT GCT ATT TTT CAT CTG AAA CTA CCA 

61 KGILEPA AIFHLKLP 

61 Lys Gly lie Leu Glu Pro Ala Ala lie Phe His Leu Lys Leu Pro 

226 GCC ATC AAC GAT ACT GAT CAC TGC GGG TTA ATA GGA TTT AAT GAG 

76 AINDTDHCGLI GFNE 

76 Ala lie Asn Asp Thr Asp His Cys Gly Leu lie Gly Phe Asn Glu 

271 ACT AGC TGC CTT AAA AAG CTC GCC GAT GGC TTT TTT GAA TTC GAG 

91 TSCLKKLADGFFEFE 

91 Thr Ser Cys Leu Lys Lys Leu Ala Asp Gly Phe Phe Glu Phe Glu 

316 GTG TTG TTT AAG TTT TTA ACG ACG GAG TTT GGA AAA TCA GTG ATA 

106 VLFKFLTTEFGKSVI 

106 Val Leu Phe Lys Phe Leu Thr Thr Glu Phe Gly Lys Ser Val lie 

361 AAC GTG GAC GTC ATG GAG CTT CTG ACG AAG ACC TTA GGA TGG GAC 

121 "NVDVMELLTKTLGWD 

121 Asn Val Asp Val Met Glu Leu Leu Thr Lys Thr Leu Gly Trp Asp 

4 06 ATA CAG GAA GAG CTC AAT AAG CTG ACT AAG ACG CAC TAC AGT CCA 

136 IQEELNKLTKTHYSP 

13 6 He Gin Glu Glu Leu Asn Lys Leu Thr Lys Thr His Tyr Ser Pro 

451 CCC AAA TTT GAC CGC GGT CTA TTA GGG AGG CTT CAG GGA CTT AAG 

151 PKFDRGLLGRLQGLK 

151 Pro Lys Phe Asp Arg Gly Leu Leu Gly Arg Leu Gin Gly Leu Lys 

4 96 TAT TGG GTG AGA CAC TTT GCT TCG TTT TAT GTT CTG AGT GCA ATG 

166 YWVRH-FAS FYVLSAM 

166 Tyr Trp Val Arg His Phe Ala Ser Phe Tyr Val Leu Ser Ala Met 
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541 GAA AAG TTT GCA GGT CAA GCG GTG CGT GTT TTG GAC TCT ATC CCA 
181 E K FAGQAVRVLDs"iP 
181 Glu'Lys Phe Ala Gly Gin Ala Val Arg Val Leu Asp Ser* He Pro 

58 6 GAC GTG ACT CCT GAC GTC CAC GAT AAG 
196 DVTPDV HDK 
196 Asp Val Thr Pro Asp Val His Asp Lys 



